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Fig. 8 
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Fig. 9 



CGCGTTGACATTGATTATTGACTAGTTATTAATAGTAATCAATTACGGGGTCATTAGTTCATAGCCCATATATGGAGTTC 
CGCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAATGACGTA 
TGTTCCCATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAG 
TACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGCATTATGCCCAG 
TACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGTTTTG 
GCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCT^ATGGGAGTT 
TGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGT 
GTACGGTGGGAGGTCTATATAAGCAGAGCTCTCTGGCTAACTAGAGAACCCACTGCTTACTGGCTTATCGAAATTAATAC 
GACTCACTATAGGGAGACCCAAGCTTGCATGCCAATTCCGCAAAGGTTATGCAGCGCGTGAACATGATCATGGCAGAATC 
ACCAGGCCTCATCACCATCTGCCTTTTAGGATATCTACTCAGTGCTGAATGTACAGTTTTTCTTGATCATGAAAACGCCA 
ACAAAATTCTGAATCGGCCAAAGAGGTATAATTCAGGTAAATTGGAAGAGTTTGTTCAAGGGAACCTTGAGAGAGAATGT 
AT G G AAG AAAAG TGTAGTTTT G AAG AAG C AC G AG AAG t T T T T G AAAA C A C T G AAAG AA C AA C T G AA T T T T G G AAG C AG T A 

TGTTGATGGAGATCAGTGTGAGTCCAATCCATGTTTAAATGGCGGCAGTTGCAAGGATGACATTAATTCCTATGAATGTT 

GGTGTCCCTTTGGATTTGAAGGAAAGAACTGTGAATTAGATGTAACATGTAACATTAAGAATGGCAGATGCGAGCAGTTT 

TGTAAAAATAGTGCTGATAACAAGGTGGTTTGCTCCTGTACTGAGGGATATCGACTTGCAGAAAACCAGAAGTCCTGTGA 

ACCAGCAGTGCCATTTCCATGTGGAAGAGTTTCTGTTTCACAAACTTCTAAGCTCACCCGTGCTGAGACTGTTTTTCCTG 

ATGTGGACTATGTAAATTCTACTGAAGCTGAAACCATTTTGGATAACATCACTCAAAGCACCCAATCATTTAATGACTTC 

ACTCGGGTTGTTGGTGGAGAAGATGCCAAACCAGGTC/^ATTCCCTTGGCAGGTTGTTTTGAATGGTAAAGTTGATGCATT 

CTGTGGAGGCTCTATCGTTAATGAAAAATGGATTGTAACTGCTGCCCACTGTGTTGAAACTGGTGTTAAAATTACAGTTG 

TCGCAGGTGAACATAATATTGAGGAGACAGAACATACAGAGCAAAAGCGAAATGTGATTCGAATTATTCCTCACCACAAC 

TACTVATGCAGCTATTAATAAGTACAACCATGACATTGCCCTTCTGGAACTGGACGAACCCTTAGTGCTAAACAGCTACGT 

TACACCTATTTGCATTGCTGACAAGGAATACACGAACATCTTCCTCAAATTTGGATCTGGCTATGTAAGTGGCTGGGGAA 

GAGTCTTCCACAAAGGGAGATCAGCTTTAGTTCTTCAGTACCTTAGAGTTCCACTTGTTGACCGAGCCACATGTCTTCGA 

TCTACAAAGTTCACCATCTATAACAACATGTTCTGTGCTGGCTTCCATGAAGGAGGTAGAGATTCATGTCAAGGAGATAG 

TGGGGGACCCCATGTTACTGAAGTGGAAGGGACCAGTTTCTTAACTGGAATTAT TAGCTGGGGTGAAGAGTGTGCAATGA 

AAGGCAAATATGGAATATATACCAAGGTATCCCGGTATGTCAACTGGATTAAGGAAAAAACAAAGCTCACTTAATGGGAT 

CGGTCGAGCGGCCGCGACTCTACTAGAGGATCTTTGTGAAGGAACCTTACTTCTGTGGTGTGACATAATTGGACAAACTA 

CCTACAGAGATTTAAAGCTCTAAGGTAAATATAAAATTTTTAAGTGTATAATGTGTTAAACTACTGATTCTAATTGTTTG 

TGTATTTTAGATTCCAACCTATGGAACTGATGAATGGGAGCAGTGGTGGAATGCCTTTAATGAGGAAAACCTGTTTTGCT 

CAGAAGAAATGCCATCTAGTGATGATGAGGCTACTGCTGACTCTCAACATTCTACTCCTCCAAAAAAGAAGAGAAAGGTA 

GAAGACCCCAAGGACTTTCCTTCAGAATTGCTAAGTTTTTTGAGTCATGCTGTGTTTAGTAATAGAACTCTTGCTT.GCTT 

TGCTATTTACACCACAAAGGAAAAAGCTGCACTGCTATACAAGAAAATTATGGAAAAATATTCTGTAACCTTTATAAGTA 

GGCATAACAGTTATAATCATAACATACTGTTTTTTCTTACTCCACACAGGCATAGAGTGTCTGCTATTAATAACTATGCT 

CAAAAATTGTGTACCTTTAGCTTTTTAATTTGTAAAGGGGTTAATAAGGAATATTTGATGTATAGTGCCTTGACTAGAGA 

TCATAATCAGCCATACCACATTTGTAGAGGTTTTACTTGCTTTAAAAAACCTCCCACACCTCCCCCTGAACCTGAAACAT 

AAAATGAATGCAATTGTTGTTGTTAACTTGTTTATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTT 

CACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTATCATGTCTGGATCC 

CCGGGTACCCTCTAGAGCGAATT7\ATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAA 

CTTAATCGCCTTGCAGCACATCCCCCTTTCGCCAGCTGGCGTAATAGCGAAGAGGCCCGCACCGATCGCCCTTCCCAACA 

GTTGCGCAGCCTGAATGGCGAATGGCGCCTGATGCGGTATTTTCTCCTTACGCATCTGTGCGGTATTTCACACCGCATAT 

GGTGCACTCTCAGTACAATCTGCTCTGATGCCGCATAGTTAAGCCAGCCCCGACACCCGCCAACACCCGCTGACGCGCCC 

TGACGGGCTTGTCTGCTCCCGGCATCCGCTTACAGACAAGCTGTGACCGTCTCCGGGAGCTGCATGTGTCAGAGGTTTTC 

ACCGTCATCACCGAAACGCGCGAGACGAAAGGGGGGGTACCAGCTTCGTAGCTAGAACATCATGTTCTGGGATATCAGCT 

TCGTAGCTAGAACATCATGTTCTGGTACCCCCCTCGTGATACGCCTATTTTTATAGGTTAATGTCATGATAATAATGGTT 

TCTTAGACGTCAGGTGGCACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAATAT 

GTATCCGCTCATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAAGAGTATGAGTATTCAACATTTCC 

GTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCTTCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGAT 

GCTGAAGATCAGTTGGGTGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGTAAGATCCTTGAGAGTTTTCGCCC 

CGAAGAACGTTTTCCAATGATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATTATCCCGTATTGACGCCGGGCAAG 

AGCAACTCGGTCGCCGCATACACTATTCTCAGAATGACTTGGTTGAGTACTCACCAGTCACAGAAAAGCATCTTACGGAT 

GGCATGACAGTAAGAGAATTATGCAGTGCTGCCATAACCATGAGTGATAACACTGCGGCCAACTTACTTCTGACAACGAT 

CGGAGGACCGAAGGAGCTAACCGCTTTTTTGCACAACATGGGGGATCATGTAACTCGCCTTGATCGTTGGGAACCGGAGC 

TGAATGAAGCCATACCAAACGACGAGCGTGACACCACGATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACT 

GGCGAACTACTTACTCTAGCTTCCCGGCAACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCAGGACCACTTCTGCG 

CTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTGAGCGTGGGTCTCGCGGTATCATTGCAGCAC 

TGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGTTATCTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGA 

CAGATCGCTGAGATAGGTGCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGATTGA 

TTTAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAAGATCCTTTTTGATAATCTCATGACCAAAATCCCTTAACGTG 

AGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATC 

TGCTGCTTGCAAACAAAAAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCCGAA 

GGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTTCTTCTAGTGTAGCCGTAGTTAGGCCACCACTTCAAGAACT 

CTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCTGTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACC 

GGGTTGGACTCAAGACGATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCTT 

GGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAGG 
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Fig. 9 (continued) 

CGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGGAGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTT 
TATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATGGAA 
AAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCACATGTTCTTTCCTGCGTTATCCC 
CTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTGAGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAG 
TCAGTGAGCGAGG7UVGCGGAAGAGCGCCCAATACGCAAACCGCCTCTCCCCGCGCGTTGGCCGATTCATTAATGCAGCTG 
GCACGACAGGTTTCCCGACTGGAAAGCGGGCAGTGAGCGCAACGCAATTAATGTGAGTTAGCTCACTCATTAGGCACCCC 
AGGCTTTACACTTTATGCTTCCGGCTCGTATGTTGTGTGGAATTGTGAGCGGATAACAATTTCACACAGGAAACAGCTAT 
GACCATGATTACGCCAAGCTCTCTAGAGCTCTAGAGCTCTAGAGCTCTAGAGAGCTTGCATGCCTGCAGGTCG 
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Fig. 10 
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Fig. 10 (continued) 

Tyr Asn Ala Ala lie Asn Lys Tyr Asn His Asp lie Ala Leu Leu Glu 
305 310 315 



320 



Leu Asp Glu Pro Leu Val Leu Asn Ser Tyr Val Thr Pro lie Cys lie 
325 330 335 

Ala Asp Lys Glu Tyr Thr Asn lie Phe Leu Lys Phe Gly Ser Gly Tyr 
3^0 345 350 

Val Ser Gly Trp Gly Arg Val Phe His Lys Gly Arg Ser Ala Leu Val 
355 360 365 

Leu Gin Tyr Leu Arg Val Pro Leu Val Asp Arg Ala Thr Cys Leu Ara 
370 375 380 

Ser Thr Lys Phe Thr He Tyr Asn Asn Met Phe Cys Ala Gly Phe His 
385 390 395 400 

Glu Gly Gly Arg Asp Ser Cys Gin Gly Asp Ser Gly Gly Pro His Val 
405 410 415 

Thr Glu Val Glu Gly Thr Ser Phe Leu Thr Gly He He Ser Trp Gly 
420 425 430 

Glu Glu Cys Ala Met Lys Gly Lys Tyr Gly He Tyr Thr Lys Val Ser 
435 440 445 

Arg Tyr Val Asn Trp He Lys Glu Lys Thr Lys Leu Thr 
450 455 460 
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Fig. 13 



Detection of GFP expressed from Theragene- 
vectors (n=16) 
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Fig. 16 
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Fig. 19 
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1 MTELKAKGPR APHVAGGPPS PEVGSPLLCR PAAGPFPGSQ TSDTLPEVSA * - T SLDGLLF 
61 PRPCQGQDPS DEKTQDQQSL SDVEGAYSRA EATRGAGGSS SSPPEKDSGL LDSVLDTLLA 
121 PSGPGQSQPS PPACEVTSSW CLFGPELPED PPAAPATQRV LSPLMSRSGC KVGDSSGTAA 
181 AHKVLPRGLS PARQLLLPAS ESPHWSGAPV KPSPQAAAVE VEEEDGSESE ESAGPLLKGK 
241 PRALGGAAAG GGAAAVPPGA AAGGVALVPK EDSRFSAPRV ALVEQDAPMA FGRSPLATTV 
301 MDFIHVPILP LNHALLAART RQLLEDESYD GGAGAASAFA PPRSSPCASS TPVAVGDFPD 
361 CAYPPDAEPK DDAYPLYSDF QPPALKIKEE EEGAEASARS PRSYLVAGAN PAAFPDFPLG 
421 PPPPLPPRAT PSRPGEAAVT AAPASASVSS ASSSGSTLEC ILYKAEGAPP QQGPFAPPPC 
4 81 KAPGASGCLL PRDGLPSTSA SAAAAGAAPA LYPALGLNGL PQLGYQAAVL KEGLPQVYPP 
541 YLNYLRPDSE ASQSPQYSFE SLPQKICLIC GDEASGCHYG VLTCGSCKVF FKRAMEGQHN 
601 YLCAGRNDCI VDKIRRKNCP ACRLRKCCQA GMVLGGRKFK KFNKVRVVRA LDAVALPQPL 
661 GVPNESQALS QRFTFSPGQD IQLIPPLINL LMSIEPDVIY AGHDNTKPDT SSSLLTSLNQ 
721 LGERQLLSVV KWSKSLPGFR NLHIDDQITL IQYSWMSLMV FGLGWRSYKH VSGQMLYFAP 
781 DLILNEQRMK ESSFYSLCLT MWQIPQEFVK LQVSQEEFLC MKVLLLLNTI FLEGLRSQTQ 
841 FEEMRSSYIR ELIKAIGLRQ KGWSSSQRF YQLTKLLDNL HDLVKQLHLY CLNTFIQSRA 
901 LSVEFPEMMS EVIAAQLPKI LAGMVKPLLF HKK 
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:gccctccc ccgcccccga cccaggaggt ggagatccct c 
acccactttc tcctccctct gcccctatat tcccgaaacc 
ctcctccctg gagacggggg aggagaaaag gggagtccag 
gcaaagggtc cccgggctcc ccacgtggcg ggcggcccgc 
ccactgctgt gtcgcccagc cgcaggtccg ttcccgggga 
cctgaagttt cggccatacc tatctccctg gacgggctac 
ggacaggacc cctccgacga aaagacgcag gaccagcagt 
gcatattcca gagctgaagc tacaaggggt gctggaggca 
aaggacagcg gactgctgga cagtgtcttg gacactctgt 
cagagccaac ccagccctcc cgcctgcgag gtcaccagct 
gaacttcccg aagatccacc ggctgccccc gccacccagc 
agccggtccg ggtgcaaggt tggagacagc tccgggacgg 
ccccggggcc tgtcaccagc ccggcagctg ctgctcccgg 
tccggggccc cagtgaagcc gtctccgcag gccgctgcgg 
ggctctgagt ccgaggagtc tgcgggtccg cttctgaagg 
ggcgcggcgg ctggaggagg agccgcggct gtcccgccgg 
gccctggtcc ccaaggaaga ttcccgcttc tcagcgccca 
gacgcgccga tggcgcccgg gcgctccccg ctggccacca 
gtgcctatcc tgcctctcaa tcacgcctta ttggcagccc 
gacgaaagtt acgacggcgg ggccggggct gccagcgcct 
ccctgtgcct cgtccacccc ggtcgctgta ggcgacttcc 
gacgccgagc ccaaggacga cgcgtaccct ctctatagcg 
aagataaagg aggaggagga aggcgcggag gcctccgcgc 
gtggccggtg ccaaccccgc agccttcccg gatttcccgt 
ccgccgcgag cgaccccatc cagacccggg gaagcggcgg 
gcctcagtct cgtctgcgtc ctcctcgggg tcgaccctgg 
gagggcgcgc cgccccagca gggcccgttc gcgccgccgc 
agcggctgcc tgctcccgcg ggacggcctg ccctccacct 
ggggcggccc ccgcgctcta ccctgcactc ggcctcaacg 
caggccgccg tgctcaagga gggcctgccg caggtctacc 
aggccggatt cagaagccag ccagagccca caatacagct 
atttgtttaa tctgtgggga tgaagcatca ggctgtcatt 
agctgtaagg tcttctttaa gagggcaatg gaagggcagc 
agaaatgact gcatcgttga taaaatccgc agaaaaaact 
aagtgctgtc aggctggcat ggtccttgga ggtcgaaaat 
agagttgtga gagcactgga tgctgttgct ctcccacagc 
agccaagccc taagccagag attcactttt tcaccaggtc 
ccactgatca acctgttaat gagcattgaa ccagatgtga 
acaaaacctg acacctccag ttctttgctg acaagtctta 
cttctttcag tagtcaagtg gtctaaatca ttgccaggtt 
gaccagataa ctctcattca gtattcttgg atgagcttaa 
agatcctaca aacatgtcag tgggcagatg ctgtattttg 
gaacagcgga tgaaagaatc atcattctat tcattatgcc 
caggagtttg tcaagcttca agttagccaa gaagagttcc 
cttcttaata caattccttt ggaagggcta cgaagtcaaa 
tcaagctaca ttagagagct catcaaggca attggtttga 
agctcacagc gtttctatca acttacaaaa cttcttgata 
caacttcatc tgtactgctt gaatacattt atccagtccc 
ccagaaatga tgtctgaagt tattgctgca caattaccca 
aaaccccttc tctttcataa 
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